Human papillomavirus (HPV) genotype distribution in women with abnormal cervical cytology in the Basque Country, Spain.
The aim of this study was to analyze the distribution of human papillomavirus (HPV) genotypes in cytologically abnormal cervical samples from 106 women living in a region of the north of Spain. Cytological classification was reported according to the 2001 Bethesda System and HPV genotyping was performed by Roche Linear Array. The overall HPV prevalence was 69.8% with 30 different HPV genotypes detected. The prevalence of HR (high-risk) HPV types and pHR (probable high-risk) HPV types in positive samples was 94.3%, 78.1% and 100% in patients with ASCUS, LSIL and HSIL/CC, respectively, with no significant differences. The most frequent type was the HPV 16, present in 29.7% of all positive samples, followed by HPV 51 (17.5%), HPV 53 and 42 (16%), HPV 52 (12%), HPV 39 (10.8%), HPV 18 and 58 (9.4%) and HPV 66 (8.1%). No significant differences in the percentage of any HPV genotype with the grade of the cytological lesion were detected. The prevalence of HPV co-infection was 58.1% of HPV positive. This study confirms the high prevalence of high-risk genotypes in women with abnormal cytology living in our geographical area. This information may be useful for the formulation of algorithms for patient management according to the different risks associated with specific high-risk genotypes.